, while if the components have the same repeat units but different mass end groups they fall into the latter category (see Figure 5 ). However, if the components have the same repeat unit and the same end group but the mass distributions are far enough apart such that they do not overlap, their mixture falls into the second category: each oligomer can be assigned to a specific component of the mixture (see Figure 6 ). The first type is referred to as "indistinguishable" and "overlapping" and the second type as "distinguishable" or "non-overlapping". [4] , and data analysis [5] suggests some ways to approach this task. 
Substituting equation (14) 
In this way the mass bias in the mass spectrum is reduced to a single metric, 6. 9 equals one for an unbiased system. If species 2 is overcounted with respect to species 1 9 will be greater than one, if species 2 is undercounted 9 will be less than one. The further 9 is from one the greater the systematic bias in the mass spectrum. Figure 5 ), or non-overlapping molecular mass distributions (shown in Figure 6 Step by
Step P Step by
Step Procedure for Quantitation
The steps of the method can be summarized as follows: Generally, as a practical matter, final weights must be at least 25 mg. 4 . Take mass spectra of each mixture using the same experimental conditions as used for the pure components.
The instrument settings may not be optimal for the mixtures, but they must be held constant to satisfy the self consistency of the method. If the experimental conditions are such that some oligomers of the mixture have
Step by
Step Procedure for Quantitation disappeared (as compared to the pure component measurements), then compromise experimental conditions must be found. If this occurs, then it suggests strong mass bias in the measurement. 5 . From the mass spectra calculate the mass-average molecular masses of the pure components and of the mixtures.
Be careful in the application of "black box" software for this step. Unseen algorithms for data processing can lead to substantial errors in converting the mass spectrum to a molecular mass distribution. [7] Smoothing can introduce mass bias into a spectrum that is not a product of the measurement itself but of the data analysis method applied. [5] 6. Use equation (19) 
